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f infectious diseases responsible for the presence of maculopapu-
ar lesions in the two young pygmies from RCA.
Results: Laboratory investigations were performed on samples
f sera, scabs and on a biopsy from the brain of a youngmouse after
noculationwithgroundscabsamples.Monkeypoxvirus (MPV)was
etected by qPCR. After sequencing of A-type inclusion gene (ATI),
he phylogenetic tree indicated that the strain was identical with
he Zaire strain circulating in central Africa. The strain was also
ound to be identical to a strain associated with a small outbreak
ccurring in 2001 in a Bantu family few days after eating a dead
onkey and living in a village at the border of the CAR and Zaire,
80km from the cases reported here. DNAs extracted from the
rain of two different young mice inoculated with samples from
he two outbreaks were ampliﬁed and hybridized on RMA. This
llowed us to detect two sequences of haemagglutinin and DNA
olymerase DNA-dependent genes of the monkeypox genome in
oth tested samples. Call rates values of 91 and 94% respectively for
hehaemagglutininand theDNAdependentDNApolymerasegenes
ere obtained for the 2001 and 2010 samples. Sequence analysis
llowed to conﬁrm the viral genotype (Zaire clade).
Conclusion: We describe the occurrence of two small typical
utbreaks of MPV occurring at a 10-year of interval in different
opulations (Pygmies and Bantus) living in the southern CAR and
emonstrate that they were due to the same monkeypox strain,
elonging to the Zaire genotype.
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linical proﬁle of scrub typhus
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Background: Scrub typhus is an acute febrile illness which
resents mainly as multiorgan dysfunction. It is caused by Orientia
sutsugamushi.
It is found in India but there is less data available. Here we
tudied theclinical presentation, complications, treatmentandout-
ome of scrub typhus in a tertiary care hospital in south India.
Methods: A prospective observational study of scrub typhus
ositive patients admitted in kasturba hospital, Manipal during a
eriod of 1and half yrs meeting the following inclusion criteria was
one: acute febrile illness with IgM scrub ELISA positive or Weil
elix > =1:160 titre or presence of eschar. Malaria, dengue, enteric
ever and leptospira positive patients were excluded. Detailed his-
ory, Clinical examination, laboratory parameters, Weil Felix test
nd IgM ELISA were done on all patients.
Results: A total of 300 cases were included in the study.
10 patients (70%) were in the age group 40 to 50yrs, major-
ty were males who were agriculturist. Primary symptoms at the
ime of presentation were fever <1week in 258(86%) with myalgia
nd headache in 270(90%) with predominant signs being lym-
hadenopathy in 225(75%) and hepatosplenomegaly in 201(67%)
62(54%) had eschar and rash was seen in 90(30%). Most common
ite of eschar was axilla and groin. Complications were renal fail-fectious Diseases 16S (2012) e158–e316 e267
ure in 57 (19%), ARDS in 87(29%), thrombocytopenia in 204(68%)
hepatitis in 135(45%) meningoencephalitis in 36(12%), myocardi-
tis in 21(7%). Rare complications being focal neurological deﬁcit
in 6 (2%). Interesting observation was high ALP with mild eleva-
tions in AST/ALT. 269 patients were treated with doxycycline, and
majority showeddeffervescenceof feverwithin48hrsafter starting
doxycycline. Mortality was 3% (9 patients).
Conclusion: Sporadic cases occurred throughout the year with
escalation noticed in rainy season, themonths of July to November.
Majority were males. Fever with myalgia and lymphadenopa-
thy was common. Eschar was pathognomonic. Thrombocytopenia,
hepatitis, Acute respiratory distress syndrome andMultiorgan dys-
function were the most common complications. Majority showed
improvement with doxycycline. Early diagnosis and treatment had
favourable outcomes with very low mortality.
http://dx.doi.org/10.1016/j.ijid.2012.05.917
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Surveillance of DENV in a city fromSãoPaulo from2006 to 2011:
the emergence of DENV-3 and DENV-4 and the reemergence of
DENV-2 and DENV-1
A. Mondini1, A. Terzian1, A. Ferraz1, F. Oliveira1, F. Chiaravalloti
Neto2, M. Nogueira1,∗
1 Faculdade deMedicina de Sao Jose do Rio Preto, SJ Rio Preto, SP, Brazil
2 Faculdade de Saúde Publica, Sao Paulo, Brazil
Background: Dengue belongs to the Flavivirus genus and is the
most common arboviral infection worldwide. It is caused by four
antigenically different serotypes (DENV1-4). Dengue infectionmay
be asymptomatic and lead to undifferentiated fever, dengue fever
or evolve to dengue hemorrhagic fever or dengue shock syndrome.
São José do Rio Preto, located at northwestern portion of São Paulo
State, has been presenting autochthonous transmission of DENV
since 1990. In our study we describe the emergence of DENV-3 and
DENV-4 and the reemergence of DENV-2 and DENV-1 in São José
do Rio Preto/SP – Brazil in a period of ﬁve years.
Methods: Blood samples of patients that were NS1 positive or
presenting dengue like symptoms were tested by a Multiplex-RT-
PCRwith Flavivirusgenericprimersbasedonnon-structural protein
(NS5), followed by Nested assays with species-speciﬁc primers for
the identiﬁcation of DENV serotypes.
Results: We analyzed 1519 blood samples in ﬁve years: 612
in 2006, 94 in 2007, 313 in 2008, 10 in 2009, 65 samples in 2010
and 425 samples in 2011. The major dengue serotype circulating
during the 2006 and 2007 epidemics was DENV-3, which is an
indication of its recent introduction in the city. Among the DENV
positive patients in 2008, 90 were infected by DENV-2, suggesting
the reemergence of this serotype, which has been circulating in São
José do Rio Preto since 1998. DENV-1 was detected in two patients
in 2008, in four patients in 2009 and in the majority of patients in
2010 and 2011.
Conclusion: DENV-1, DENV-2 and DENV-3 are co-circulating
in the city and these data suggest a dynamical circulation with a
continuous emergence and reemergence of serotypes. The recent
introduction of DENV-4 is extremely alarming. When a new
serotype is introduced in one site, it is going to ﬁnd a susceptible
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demic and outbreak situations and avoids economical loses in the
country
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opulation and may cause important outbreaks. Surveillance and
ontrolmethods shouldbeused to retain the spreadof this serotype
nd to consequently avoid a likely increase in hemorrhagic clinical
anifestations due to the recent circulation of other serotypes in
he municipality.
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aboratory conﬁrmation of dengue-3 virus outbreak in Man-
era, Northern Kenya, 2011
. Ofula1,∗, C. Ochieng1, S. Limbaso1, E. Wurapa2, R. Sang3, M.
bonyo4, E. Bii 1
United States Army Medical Research Unit-Kenya, Nairobi, Kenya
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Kenya Medical Research Institute, Nairobi, Kenya
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Background:Dengue amosquito-borne viral infection is caused
y four dengue virus serotypes (DENV-1, DENV-2, DENV-3, and
ENV-4) that are antigenically distinct. All DENVs are transmitted
o humans through the bite of infectedmosquitoes, primarilyAedes
egyptiandAedes albopictusspecies. In September 2011, reports
ere received from Mandera District Disease surveillance ofﬁce
f an unusually high number of patients visiting health facilities,
ith high fever, severe arthralgia and myalgia with some report-
ng gingival and nasal hemorrhages. Most patients were negative
or malaria, though they were treated with anti-malarial medicine
ith no improvement. An investigation was conducted to conﬁrm
nd determine the cause of the illness.
Methods: Blood Samples from sick patients were collected and
ransported to the Arbovirus/Viral Hemorrhagic Fever (VHF) labo-
atory for arboviruses testing using enzyme linked immunosorbent
ssay-IgM (IgM-ELISA), real time reverse transcriptase polymerase
hain reaction (rRT-PCR) and conventional reverse transcrip-
ase polymerase chain reaction (RT-PCR).Virus isolation was also
ttempted in Vero cell lines
Results: A total of 43 blood samples were collected and tested.
total of 11 samples (25.6%) were positive for Dengue virus by
gM ELISA, 29 (67.4%) were positive for Dengue virus by real time
CR and 26/43 (60.5%) were positive were for Dengue-3 virus by
onventional RT-PCR. Virus isolation was unsuccessful despite two
assage attempts.
Conclusion: The outbreak that occurred in Mandera, north-
rn Kenya was caused by Dengue virus. After molecular diagnosis,
engue virus serotype 3 was the cause of the acute febrile illness.
he disease was most likely imported from neighboring Somalia
hich had an ongoing outbreak since June 2011. This calls for the
eed for strengthened surveillance with strong laboratory capacity
n the region to detect and respond to any potential outbreaks in
uture.
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Countermeasures for the control of African Swine Fever in
Georgia
T. Onashvili 1,∗, M. Donduashvili 2, M. Borca3, E. Mamisashvili 1,
K. Goginashvili 1, T. Tighilauri1, M. Kokhredize1, L. Gelashvili 1, N.
Vepkhvadze2, G. Osiashvili 2, L. Rodriguez3
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Background: African Swine Fever Virus (ASFV) is the cause an
acute, highly contagious, infectious disease in domestic pigs that is
usually lethal to the animal. There is no vaccine for the virus and
the potential distribution of the infection is global. Therefore, most
countries free of the disease take signiﬁcant measures to prevent
the entry of the virus. Georgia reported ASFV to the World Organi-
zation forAnimalHealth (OIE) in 2007 after ﬁnal conﬁrmationby an
OIE reference laboratory. Sequence analysis of the Georgian ASFV
isolate revealed a close relationship to viral strains from Southeast
Africa (Mozambique, Madagascar and Zambia). The epidemiolog-
ical course of the disease was unclear. Retrospectively, the ﬁrst
clinical cases attributed to ASF were seen in the port of Poti sit-
uated in Western Georgia on the Black Sea (May 2007). The virus
may have been introduced by ships carrying contaminated meat or
meatproducts. Countermeasures for the control ofASFwere carried
out at the LMA with a joint collaboration with PIADC.
Methods:Samples fromswine thatwerecollectedand included:
serum, blood, lymph nodes, spleen, tonsils, lung, liver, and kid-
ney. Samples were collected throughout Georgia. All samples were
tested by ELISA and positive samples were conﬁrmed by PCR. GIS
techniques were also used to show the distribution of the disease
by regions.
Results: In total, 2310 samples were tested since 2007-2011.
A total of 239 positive samples were detected since 2007. All the
activities were executed in close collaboration and coordination
with US researchers at the Plum Island Animal Disease Center. Pos-
itive samples were transferred there for further investigation.
Conclusion: Active surveillance of ASFV in Georgia limits epi-
